Toward multistrategy parallel and distributed learning in sequence analysis.
Machine learning techniques have been shown to be effective in sequence analysis tasks. However, current learning algorithms, which are typically serial main-memory-based, are not capable of handling the vast amounts of information being generated by the Human Genome Project. The multistrategy parallel learning approach presented in this paper is an attempt to scale existing learning algorithms. Learning speed is improved through running multiple learning processes in parallel and prediction accuracy is improved through multiple learners. Our approaches are independent of the learning algorithms used. This paper focuses on one of the MSPL approaches and preliminary empirical results that we present are encouraging.